2 Figure S1 . Evolution of the XIAP -caspase-9 complex after adding of the linear momentum to the slab of the solvent water molecules.
Changes in the geometry of the XIAP -caspase-9 protein fragments are shown on Figure S1 .
The longer chain B is clearly undergoing the most significant conformational changes. It is essentially denaturing, and the binding becomes weak and limited to a relatively small fragment. A more complete understanding of this process would likely require simulation of a bigger part of the protein and a longer simulation time, but the general character of the processes that are set in motion by the passage of the shock wave front are shown by the reported data.
4 Figure S2 . Evolution of the c-Myc -Max complex after adding of the linear momentum to the slab of the solvent water molecules.
Evolution of the c-Myc -Max dimer geometry is briefly presented on Figure S2 . It can be seen that, toward the end of the simulations, the chain A (left) is stretched, and the chain B (right) is compressed. Apparently, this also leads to the possibility of tighter intermolecular contact and higher magnitude of the binding energy, but the deformation in the chains can lead to dissociation of the dimer at a later time.
